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Blast2GO

RRID:SCR_005828
Type: Tool

Proper Citation

Blast2GO (RRID:SCR_005828)

Resource Information

URL: http://www.blast2go.com/b2ghome

Proper Citation: Blast2GO (RRID:SCR_005828)

Description: An ALL in ONE tool for functional annotation of (novel) sequences and the
analysis of annotation data. Blast2GO (B2G) joins in one universal application similarity
search based GO annotation and functional analysis. B2G offers the possibility of direct
statistical analysis on gene function information and visualization of relevant functional
features on a highlighted GO direct acyclic graph (DAG). Furthermore B2G includes
various statistics charts summarizing the results obtained at BLASTing, GO-mapping,
annotation and enrichment analysis (Fisher"'s Exact Test). All analysis process steps are
configurable and data import and export are supported at any stage. The application also
accepts pre-existing BLAST or annotation files and takes them to subsequent steps. The
tool offers a very suitable platform for high throughput functional genomics research in
non-model species. B2G is a species-independent, intuitive and interactive desktop
application which allows monitoring and comprehending the whole annotation and
analysis process supported by additional features like GO Slim integration, evidence code
(EC) consideration, a Batch-Mode or GO-Multilevel-Pies. Platform: Windows compatible,
Mac OS X compatible, Linux compatible, Unix compatible

Abbreviations: B2G
Synonyms: Blast2GO (B2G)
Resource Type: software resource, software application

Defining Citation: PMID:16081474

Keywords: annotation, visualization, analysis, functional genomics, editor, statistical
analysis, slimmer-type tool, ontology or annotation editor, functional analysis, direct acyclic
graph, analysis, high throughput, functional genomics
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Funding: MCyT GEN 2001 - 4885-C05-03;
eTumour Project FP6-2002-LIFESCIHEALTH 503094

Availability: Free for academic use

Resource Name: Blast2GO

Resource ID: SCR_005828

Alternate IDs: OMICS 01475, nlx_149335
Record Creation Time: 20220129T080232+0000

Record Last Update: 20260818T043240+0000

Ratings and Alerts
No rating or validation information has been found for Blast2GO.

No alerts have been found for Blast2GO.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 8620 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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